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Abstracts / International Journal of Infectious Diseases 79(S1) (2019) 1-150 was not significant (p > 0.05) with respect to sex but significant (p < 0.05) with age. STH ova observed were Ascaris lumbricoides (60.24%), Trichuris trichiura (12.05%), Ancylostoma spp. (12.05%), (15.66%) Co-infection was observed, but varied. The highest incidence of coinfection was between A. lumbricoides and Ancylostoma spp. (10.84%). Assessing intensity of A. lumbricoides in pupils after treatment, 36 female pupils voided 37 worms while 31 male pupils voided 64 worms. Of 101 voided worms, male worms were 49 and females 52; comprising 83 adult worms and 18 young worms. Assessment of KAP were significantly (P < 0.05) related to transmission. Low prevalence of infection recorded is attributable to efforts of HGSFP.
Conclusion: Constant monitoring, surveillance and sustenance of water, sanitation and hygiene practices in HGSFP can help in the elimination of soil-transmitted helminths. Community involvement through health education is also advocated to reduce cases where siblings may be infected. Purpose: Out of more than 2400 patients with severe acute respiratory infections who travelled to the Philippines from the Middle East since 2013, only two cases were confirmed positive for the Middle East Respiratory Syndrome Coronavirus (MERS-CoV). Considering that these respiratory infections were imported into the country, it is important to determine the pathogen/s causing the disease to mitigate potential outbreaks that may overburden the country's health care system.
Methods & Materials: Archived upper and lower respiratory samples (n = 203) collected from 2014 to 2016 that tested negative by MERS-CoV RT-qPCR were tested using a multiplex PCR respiratory panel to detect human viral, bacterial, and fungal pathogens. The samples that tested negative for the multiplex panel were subjected to next generation sequencing (NGS). The NGS reads were analyzed using sequence-based ultrarapid pathogen identification (SURPI) computational pipeline and Centrifuge metagenomic sequence classifier to classify the reads according to their origins for further pathogen identification and to search for divergent viruses.
Results: Ninety percent of the samples were found to be positive for at least one respiratory pathogen. The most common bacteria detected were those associated with nosocomial and community-acquired pneumonia such as Klebsiella pneumoniae, Staphylococcus aureus, and Haemophilus influenza while the common viruses detected were Rhinovirus, Adenovirus, and Influenza A and B. In the 4 samples run on NGS, some of the pathogens identified were also associated with nosocomial and community-acquired infections and are important multi-drug resistant pathogens such as Pseudomonas aeruginosa, Streptococcus pneumoniae, Acinetobacter sp., Corynebacterium resistens, and Mycobacterium tuberculosis complex. Some viral and bacterial species that were supposed to be covered by the multiplex assay such as, K. pneumonia, Legionella longbeachae, L. pneumophila, Bordetella spp., Moraxella cattarhalis, Influenza A and C, and Human Metapneumovirus were also detected, highlighting the comprehensive capabilities of NGS in pathogen detection.
Conclusion: Respiratory pathogens constitute important causative agents of SARI in travellers. The results puts a spotlight on the need for identification of respiratory pathogens from traveling patients to enhance monitoring of imported infections, especially those with antimicrobial resistance to mitigate possible outbreaks from novel, emerging and re-emerging infectious diseases.
https://doi.org/10.1016/j.ijid.2018.11.092 While vaccination remains one of the best defenses against it, early detection is crucial to halting its spread. Recognizing symptoms early can allow public health officials, and the communities they serve, to take steps to reduce transmission.
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Flu Near You is an online participatory disease surveillance system that allows volunteers in the United States and Canada to report their health information using a brief weekly survey. The system collects symptom data, which it publishes to the website, and offers an interface to compare its data with data from the CDC sentinel influenza network. Participating in Flu Near You is simple -individuals can enroll in the Flu Near You system by signing up at www.flunearyou.org.
Methods & Materials: Here we compare self-reported symptoms during the 2017-18 influenza season to the 2016-17 influenza season, to determine any differences in symptom reporting and healthcare-seeking behavior observed between the two years. Symptoms include: fever, headache, diarrhea, fatigue, nausea, rash, cough, sore throat, body ache, chills/night sweats, shortness of breath, and runny nose. Influenza-like-illnesses (ILI) include: fever and cough and/or sore throat.
Results: During the 2017-18 influenza season, 51.6% participants reported at least one symptom through FNY that was either self-reported (users) or submitted on their behalf (household members). Compared to the 2016-17 influenza season, 44.5% participants reported at least symptom through Flu Near You. We also observed that 22.7% participants with at least one symptom sought medical attention during the 2017-18 influenza season, compared to 26.5% participants during the 2016-17 influenza season.
